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Figure S1. Differential expression landscape of selected histone methyltransferases across 

RCC subtypes. Differential expression analysis of histone methyltransferases (HMTs) in 

clear-cell renal cell carcinoma (KIRC), papillary renal cell carcinoma (KIRP), and 

chromophobe renal cell carcinoma (KICH) compared with corresponding normal tissues. Log2 

fold-change values are represented along the x-axis, while statistical significance is shown as 

–log10(FDR). Red colour indicates significantly upregulated genes (FDR ≤ 0.05), whereas 

purple represents downregulated (FDR ≤ 0.05) genes; grey dots represent non-significant 

genes.  
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Figure S2: Screening of histone methyltransferases (HMTs) based on prognostic 

significance across RCC subtypes. Heatmap showing overall survival associations for HMTs 

using TCGA KIRC, KIRP and KICH datasets. Hazard ratios, log-rank p-values, and 

significance levels are displayed. Genes marked with red boxes represent the statistically 

significant most clinically relevant HMTs associated with poor overall survival. These genes 

were shortlisted for downstream evaluation. Genes marked with blue boxes represent 

statistically significant HMTs associated with better overall survival. 

 



 



Figure S3: Multivariate analysis of SUV420H2 overall survival in Pan-cancer. 

Multivariate Cox proportional hazards regression across TCGA cancer types showing Z-scores 

for the association between SUV420H2 expression and overall survival. Red indicates positive 

association (higher expression associated with poorer survival), while blue indicates negative 

association (higher expression associated with improved survival). Filled squares denote 

statistically significant associations (p ≤ 0.05), whereas crossed squares indicate non-

significant results (p > 0.05). Sample sizes for each cancer type are indicated in parentheses. 

 

 

 

 

 

Figure S4: Association between SUV420H2 methylation and overall survival. [A] 

Spearman correlation between SUV420H2 methylation (combined CpGs) and mRNA 

expression; [B] Overall survival associated with SUV420H2 high and low methylation cohorts 

(combined methylation of all CpGs).   

 

 

 

 

 

 

 

 



 

 

Figure S5: Association of SUV420H2 with CD4⁺ T-cell subsets across multiple immune 

deconvolution algorithms. [A] TIMER-based estimation showing correlation with total CD4⁺ 

T-cell infiltration and SUV420H2 expression; [B] xCell-based estimation showing correlation 

of central memory CD4⁺ T cells with SUV420H2 expression; [C] CIBERSORT-based 

estimation showing correlation between resting memory CD4⁺ T cells and SUV420H2 

expression; [D] xCell-based estimation showing correlation between Th1 CD4⁺ T cells and 

SUV420H2 expression; [E] xCell-based estimation showing correlation between Th2 CD4⁺ T 

cells and SUV420H2 expression [Scatter plots show Spearman correlation coefficients (Rho) 

and corresponding p-values]. 

 

 

 

 

 

 

 



 

 

Figure S6: Association of SUV420H2 with regulatory and lymphoid immune cell 

populations. [A] CIBERSORT-based estimation showing correlation between regulatory T 

cells (Tregs) and SUV420H2 expression; [B] CIBERSORT-based estimation showing 

correlation between T follicular helper (Tfh) cells and SUV420H2 expression; [C] 

CIBERSORT-based estimation showing correlation between γδ T cells and SUV420H2 

expression; [D] xCell-based estimation showing correlation between natural killer (NK) cells 

and SUV420H2 expression [Scatter plots display Spearman correlation coefficients (Rho) and 

p-values]. 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S7: Association of SUV420H2 expression with myeloid immune cell infiltration 

across multiple algorithms. [A] CIBERSORT-based estimation showing correlation between 

neutrophil infiltration and SUV420H2 expression; [B] quanTIseq-based estimation showing 

correlation between neutrophil infiltration and SUV420H2 expression; [C] TIMER-based 

estimation showing correlation between macrophage infiltration and SUV420H2 expression; 

[D] CIBERSORT-based estimation showing correlation between M1 macrophages and 

SUV420H2 expression; [E] CIBERSORT-based estimation showing correlation between M2 

macrophages and SUV420H2 expression [Scatter plots include Spearman correlation 

coefficients (Rho) and corresponding p-values].  

 


